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C X (r) and C 0 X ðrÞ are the concentrations of X with or without hybridization, ΔG 0 is the solution hybridization free energy of A and B (2), and ρ 0 is 1 M.
Here, we show that LCE predictions differ from simulation results obtained using standard statistical mechanics (SM). We consider the same model as ref. 
Q W (r) is the partition function of a chain tethered at r, and Q HW (r 1 ,r 2 ) is that of a hybridized chain tethered at r 1 and r 2 . Using standard polymer simulation techniques (4), we sample DNA bindings using the weight exp[−βΔG (cnf) − βΔG 0 (T)] (3). (Fig. 1B) .
Given 〈N〉, ref. 1 estimated the interaction potential, V, as
where V rep is the repulsive part of the potential. The rigorous relation between 〈N〉 and V is (3)
equal to Eq. 3 only if N is Poisson-distributed, which is only true at high coating densities. Fig. 1C 
